INTRODUCTION
Reproduction is very important for conservation and propagation for all species. Sexual reproduction processes are quite conserved and well defined, but the underlying molecular and genetic basis is much less known (de Vries, 1989; Rothschild and Bidanel, 1998) . In cattle, heritability for nearly all measures of fertility are only 1-5% (Cammacketal, 2009), and are negatively genetically correlated with milk production traits. The complexity and transient nature of specific reproductive processes are the cause of reduced knowledge concerning their molecular basis (Matzuk and Lamb, 2008) . Therefore, much effort is made to identify the ways for improving these traits. This improvement of reproductive traits is related to different fields, with management, nutrition and genetics having a great impact. Regarding genetic improvement, available work has mainly focused on traditional selection, that is, reproductive animals have been selected using phenotypic information on productive traits, rather than using information on associated genetic markers. Nevertheless, reproductive traits are characterized by low 
MATERIALS AND METHODS

Animals under Study
The present study was conducted on 24 Sahiwal cattle, maintained at Cattle Breeding Farm, Lala Lajpat Rai
University of Veterinary and Animal Science (LUVAS), Hisar, India. 5 ml blood was collected aseptically by jugular vein puncture in a sterile EDTA vacationer. The samples were transported to the Animal Genomics Laboratory, Animal
Genetics and Breeding Department, LUVAS, Hisar in an icebox, for further processing. Genomic DNA was extracted from blood, by Phenol Chloroform method (Sambrook and Russsel,1989) . Quality and quantity of the isolated genomic DNA was evaluated, using UV-vis spectrophotometer.
PCR Amplification
Reported set of oligo nucleotide primers were used, to amplify targeted genomic region of MBL1 gene to genotype g.2686T>C point mutation in Sahiwal cattle. The primer sequence, target region and amplicon size are given in Table I . PCR amplification was carried out in a total volume of 25 ul, with 100 ng DNA template, 2X
PCR master mix (Fermantas), 10 pmol of each primer. PCR was carried out in thermal cycler (T-100 Bio Rad), in following stages -initial denaturation at 94 ˚C for 5 min., followed by 35 cycles of 94 ˚C for 30s, annealing at 59 ˚C for 30 s, 72 ˚C for 30 s and a final extension at 72 ˚C for 5 min. The PCR products were separated on 1.5% agarose gels, including 0.5 µg/ml of ethidium bromide, and then photographed in Geldoc and photographs were taken.
PCR -RFLP
In the present study, candidate SNP viz., g.2686T>C in exon 2 of MBL1 gene was targeted and genotyped, by PCR-RFLP in Sahiwal cattle. Amplified PCR products (10 µl) were digested with 2 U Hae III restriction enzyme, at 37
www.tjprc.org editor@tjprc.org ˚Cfor 12 h. The digested product was separated on 2.5% agarose gel and the gel was stained with ethidium bromide.
Statistical Analysis
Association 
RESULTS AND DISCUSSIONS
Understanding the genetic architecture of female reproductive system would offer the opportunity to exploit natural variation and improvement of reproductive traits by selective breeding programs through marker assisted selection. 
Allele and Genotypic Frequency
The genotype and allele frequencies of the observed SNP were presented in Table 3 . The frequency of allele C (0.60) was found dominant as compared to allele T (0.40) in our studied cattle population. Chi-square (χ 2 ) analysis revealed that the population of under study is in Hardy Weinberg equilibrium.
Association of Genotypes, Season of Calving and Period of Calving with AFC and FCI
In the present study, the AFC and FCI was not associated with genotypes as well as with season and period of calving ( 
CONCLUSIONS
The present study was carried out on Sahiwal cattle, with the aim to identify marker associated with reproduction trait i.e AFC and FCI. We genotyped reported SNP g.2686T>C in our resource population, by PCR-RFLP. All the three genotypes i.e TT, TC and CC were revealed in our targeted population. The frequency of allele C (0.60) was found dominant as compared to allele T (0.40) in our studied Sahiwal cattle population. AFC and FCI was not associated with genotypes as well as with season and period of calving, it may be due to small sample size. However, TT genotype animals revealed lowest AFC and TC genotype animals revealed lowest FCI, as the present study was conducted on relatively small sample size. Further studies need to be warranted on large sample size. 
